Abstract
was done using the RefSeq library with default parameters (e-value = 5, % -identity = 60, and The visualization and analysis were done using excel chart, krona charts and R statistics. Heatmap was constructed with R statistics using Bray Curtis dissimilarity method to show the Tea Root endophytes were dominated with bacterial orf's (90%), followed by virus (9%) and group is unknown or undefined. Division based on order showed two groups, one is unclassified 1 1 5 (94%) and another is Caudovirales (6%) (Figure 1b) . Caudovirales are group-I viruses with 1 1 6 double-stranded DNA (dsDNA) with an icosahedral head attached to a tail by connector protein. Unclassified sequences were mostly derived from Caulimoviridae and Geminiviridae family their endogenous pararetroviral sequences (EPRVs). They have also been reported for their 1 2 0 natural integration into the host genome (14, 15) , (16 consequence for the host plant. Their presence may contribute to the genome size modification,
change of methylation pattern of the host genome, and they can also act as genomic reorganizers
by induction of chromosomal rearrangement (7, 15, 17) . EPRV has been reported from many Badnavirus) shows resistant to BSV (19). Endogenous integration of Geminiviral DNA has also Badnavirus (42%), Caulimovirus (29%), Soymovirus (3%), Tungrovirus (3%), and unclassified Begomovirus. But this report could suggest their association as an endogenous viral particle as Badnavirus are known for plant diseases like leaf chlorosis, root necrosis, red vein banding in
young leaves, small mottled pods, and stem/root swelling followed by die-back (21, 22). and archaea serve as their natural host. Genus wise classification showed unclassified sequence of Myoviridae and Lambda-like virus from Siphoviridae family. Next question we wanted to address, is there any link between the viral population of soil sequences identified from order Caudovirales (Siphoviradae and Myoviradae) (Figure 2c ). This been mediated by soil-inhabiting bacteria or archaea. However, the compatibility and stability of viral sequences within the plant tissues for long term persistence needs to be verified. As plant The mapping between the population of soil and root endophytic virome showed 94.4% theorized that genome plasticity has allowed plants to acquire new biochemical process to adapt endophyte which in turn infected with a virus. This three-way mechanisms between fungi, virus,
and plant help them to survive in the geothermal soil. Viruses were also found to confer drought environment.
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Metagenomic era has greatly expanded the knowledge of plant virus. Plant virus serves as
an important factor in all aspects of plant interaction with environment. Like fungi, bacteria, Agronomy and Horticulture, University of Nebraska -Lincoln, USA for his suggestion and support with chemicals and instrument for carring out the experiments. Authors received no external funding for this project. 
